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not exclusively associated, inﬂuenza virus should be considered in
bronchopneumonia cases.
http://dx.doi.org/10.1016/j.ijid.2016.02.673
Type: Poster Presentation
Final Abstract Number: 42.212
Session: Poster Session II
Date: Friday, March 4, 2016
Time: 12:45-14:15
Room: Hall 3 (Posters & Exhibition)
Dengue virus infection in the Democratic
Republic of Sao Tome and Principe
T.-Y. Yen1, L.-F. Tseng2, C.-F. Cheng2, M.D.J.
Trovoada dos Santos3, A.V.D.A. Carvalho4, P.-Y.
Shu5, J.-C. Lien1, K.-H. Tsai1,∗
1 National Taiwan University, Taipei, Taiwan, R.O.C.
2 Taiwan Anti-malaria Advisory Mission, Sao Tome,
Sao Tome and Principe
3 Department of Health, Sao Tome, Sao Tome and
Principe
4 Centro National de Endemias, Sao Tome, Sao Tome
and Principe
5 Research and Diagnostic Center, Taipei, Taiwan,
R.O.C.
Background: Dengue fever has become a worldwide public
health concern, threatening an estimated 40% of the world’s pop-
ulation. However, most resource and focus are still put on malaria
in Africa. Dengue statuses are poorly recognized in many African
countries.
Methods & Materials: This serological survey demonstrated
dengue virus (DENV) transmission with serum samples collected
from 78 pregnant women in the Democratic Republic of Sao Tome
and Principe (DRSTP) during 2003 to 2004.
Results: Immunoﬂuorescence assay was performed and found
31 samples (39.74%) were positive for DENV antibodies. Indirect
enzyme-linked immunosorbent assay (ELISA) showed that 53 sam-
ples (67.95%) were positive for dengue E IgG, and 38 samples
(48.72%)werepositive forNS1 IgG.Aprevalenceof35.9%was there-
fore determined for dengue IgG considering samples positive by
all three tests. Cross-reactions with other ﬂaviviruses were exam-
inedby indirect ELISAagainst Japaneseencephalitis virus,WestNile
virus, and yellow fever virus. Only one sample exhibited stronger
absorbance against Japanese encephalitis virus andWestNile virus.
Moreover, one sample was positive for dengue IgM. These results
agreed with the previous researches in neighboring countries and
suggested DENV circulation.
Conclusion: The study contributes to raise public awareness of
dengue and support future control strategies.
http://dx.doi.org/10.1016/j.ijid.2016.02.674
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Background: Cholera is a potentially fatal, faeco-orally trans-
mitted bacterial disease which is endemic in India. For centuries,
outbreaks are happening every year in different parts of the coun-
try. Different types of source were found during outbreaks. This
study was during recent cholera outbreak at Chandigarh, “City
Beautiful of India in August, 2015 to identify potential source of
infection.
Methods & Materials: It is a cross sectional study with incor-
porated analytical component. Standard outbreak investigation
methods were used along with a semi-structured questionnaire
to identify the potential source of infection. Following an index
cholera case reported from Indira Colony, an urban resettlement
colony of Chandigarh by the surveillance team, active disease and
water surveillance was initiated and passive surveillance was fur-
ther strengthened. Apart from stool culture, drinking and sewage
water were tested for microorganisms. Four subgroups were made
namely cholera positive (40), negative(22), untested cases (40) and
non diarrhoea controls (40) and further analysis was done.
Results: Totally, 267 and 184 diarrhoea cases were identiﬁed
respectively through active house to house survey and passive
surveillance. Stool culturewas positive in 59 cases out of 125 tested
cases. All casesweremanagedpromptly andnodeathwas reported.
All contacts were given chemoprophylaxis and mass health educa-
tion to whole area. Drinking water from 3 tube wells were found
positive for H2S test and coliforms. Drinkingwaterwas determined
as a potential source after analysis of place, cleanliness, chlorina-
tion, contamination and other operational issues with tube wells.
Diarrhoeawasmore commonamongmen (OR-2.6) andvegetarians
(OR-2.36) especially among raw vegetable eaters (7.6) irrespective
of place of purchase. Egg (OR-0.39), meat (OR-0.36) and ﬁsh (OR-
0.31) exposure were found signiﬁcantly lower among cases. Eating
from street vendors and encroachment of drinking water line by
toilet was not found signiﬁcant.
17th International Congress on Infectious Diseases / International Journal of Infectious Diseases 45S (2016) 1–477 309
Conclusion:Multiple source of infection is possible. Finding the
source of infection is necessary to remove the root cause and pre-
vent the future outbreak through strengthening the surveillance
system. Immediate outbreak response and action is necessary to
contain the disease transmission and death. Though controversial,
role of chemoprophylaxis should be tested for different ﬁeld set-
tings.
http://dx.doi.org/10.1016/j.ijid.2016.02.675
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Background: Hepatitis C virus infection represents a signiﬁcant
global public health problem. The disease has been listed as one of
the secondary notiﬁable diseases in China. Early prediction of Hep-
atitis C is of great importance for heath planning and management.
Time series analysis is an effective way to understand the behavior
of the epidemic infection.
Methods & Materials: In this paper, we collected time series
data of Hepatitis C in mainland China from 2005 to 2014. Sea-
sonality and long-term trend were explored using decomposition
methods. Hepatitis C incidence seasonality are expressed by calcu-
lating the seasonal indices. To calculate seasonal indices, the entire
incidences are averaged ﬁrst, and then the averaged incidence is
divided by the mean incidence for each month. A linear regression
model is ﬁtted to present the long-term trend of the incidence.
Besides Decomposition methods, autoregressive integrated mov-
ing average (ARIMA) was used to ﬁt a univariate time series model
of Hepatitis C incidence. The incidence from 2005-2013 was used
as the training set and the incidence in 2014was used as the testing
part.
Figure 1. Seasonal indices of each type of syphilis.
Figure 2. Hepatitis C incidence ﬁtting and testing performance by ARIMA (U95 and
L95 refers to the upper and lower 95% conﬁdential intervals respectively.).
Results: The seasonal indices are shown in Figure 1. The Hep-
atitis C incidence series peaks in March and reached a lowest
level in Febrary. The linear regression model of deseasonalized
series against time t is formulated as: Deseasonalized incidence as
t=0.303+0.011t. ARIMA (1,0,1)× (1,1,1) was selected as the best
ﬁtted model for modelling and forecasting. The ﬁtting and testing,
incidence of the ARIMA model for 10 years are graphed in Figure 2.
Conclusion: Time series models developed in the current study
indicate that disease surveillancedata canbeutilized tounderstand
the behavior of Hepatitis C over time. The Hepatitis C time series
showed strong seasonality and increasing long-term trend. ARIMA
model ﬁtted and tested Hepatitis C incidence well. Supported by
the National Science and Technology Major Project (grant number:
2012ZX10004201-006)
http://dx.doi.org/10.1016/j.ijid.2016.02.676
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Background: Urgent health-policy decision is usually required
in the surveillance of infectious diseases. Traditional time series
analysismodels, such as autoregressive integratedmoving average
(ARIMA)model and its variants, rely on a large amount of historical
data and certain model assumptions so that they may not be ade-
quate for such situation, let alone to dealwith the perception-based
data usually represented by linguistic values orwords. Therefore, it
is quite important andnecessary tobuildmodels that could account
for such problems.
Methods & Materials: The fuzzy time series (FTS) method has
made a wide success in ﬁnance, management, education, etc. This
workdescribed thebasic idea andprocedureof FTSmethod inaway
closely relating to the epidemiological background. The incidence
data of typhoid and paratyphoid fever in China from 2004 to 2014
was used as an example. Two simulation studies were also carried
out to test if the FTS method could still work when the historical
data were inaccurate and insufﬁcient.
Results: The root mean square error (RMSE) was utilized as a
measure of performance. The real example showed that though the
ﬁtting performance of FTS method and ARIMA model were almost
the same (RMSE=0.0307 for FTS and 0.0319 for ARIMA), the FTS
